distance distribution of the trees built for recombination fragments deviating from the core genome phylogeny. The numbers on the axes show the ranking of the recombination fragments in ascending order of deviation from the core genome phylogeny. Recombination events are classified to three categories: (A) within the sublineage associated with SI; (B) within the sublineage associated with ARF; (C) between the two sublineages associated with SI and ARF. The tree distance is measured using the path difference metric, which calculates the differences in the lengths of the paths for each pair of trees. The color keys for the distances are given on the right side of the heatmaps, For better comparison, the pair-wise distance calculation included three reference trees, i.e., the core genome phylogeny constructed from genome-wide SNPs, the tree from genome-wide coding SNPs, and the tree from combined SNPs associated with SI and ARF (corresponding to the first three elements in the left panel). The three reference trees are more closely related as expected. The red dotted lines indicate the threshold for defining recently emerged recombination events. 
